(1) Supplementary Fig. S1 . Correlation between the Stx2 production levels in the MMC-treated cells and in the untreated cells.
In each of the 44 strains carrying the stx2a gene alone or in combination with the stx2c gene, the Stx2 production levels after the MMC treatment were compared to those with no MMC treatment. The Stx2 concentration in each supernatant prepared from the polymixin B-treated culture was measured using the VTEC-Reversed Passive Latex Agglutination A dot-plot matrix of the concatenated genome sequences of the 10 Stx2 phages sequenced in this study and the two Stx2a phages of the previously sequenced O157 strains (Sp5 and 933W of strains Sakai and EDL933, respectively) were generated using the GenomeMatcher software. The Stx2 prophages that were integrated into the same site are indicated with red rectangles.
Supplementary Fig. S3. Sequence comparison of the replication genes of each subtype of Stx2a phages.
A dot-plot matrix of the concatenated nucleotide sequences of the replication genes of each subtype of Stx2a phages were generated using the GenomeMatcher software. Note that no segment showing >70% nucleotide sequence identity was detected between the replication genes of 6 subtypes except for the segments in phiStx2a_ε and phiStx2a_ζ, which span from the 3'-part of the O gene homolog to the end of the dnaB gene homolog. A dot-plot matrix of the concatenated sequences of early resions of the four major subtypes and two minor subtypes of Stx2a phage were generated using the GenomeMatcher software.
EC4115 (argW)* TW14359 (argW)* SS17 (argW)* 272 (argW)* Supplementary Fig. S5 . Genome sequence comparison between the Stx2 phages sequenced in this study and Stx2 phages available in public databases. Dot-plot matrices of the genome sequences of the Stx2 phages analyzed in this study and publically available genome sequences of Stx2 phages from various O157 strains (indicated by asterisks) were generated using the GenomeMatcher software. Genesfor Stx2 and replication proteins are indicated by red and orange, respectively.
B
Supplementary Fig. S6 . Neighbor-joining (NJ) trees of the cI and q genes from the Stx2 phages sequenced in this study. Nucleotide sequences of the cI and q genes (A and B, respectively) of the Stx2a phages sequenced in this study were aligned using the CLUSTALW program. NJ trees were generated using MEGA4. The cI and q genes of phage lambda and two previously sequenced Stx2 phages (Sp5 and 933W) were included in this analysis. Subtypes of each Stx2 phage are indicated in brackets. The reliabilities of the internal branches were assessed using bootstrapping with 1000 pseudoreplicates. The scale bar represents the number of substitutions per site. 
